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ATGTCCTCGGCGCCGTCTCCGGGG 2 4 
MSSAPSPG 
2 5 ACTGGTTCGCCTCCATCTCCACCATCAAACTCCACAACCACCACTCCTCCTCCAGCTTCC 8 4 

TGSPPSPPSN*STTTTPPPAS 
8 5 GCTCCTCCTCCCACCACACCTTCTTCTCCTCCGCCGCCATCCACTATTCCGACATCTCCT 144 
APPPTTPSSPPP PSTIPTSP 
14 5 CCTCCTTCTTCTCGCTCTACACCTTCTGCTCCTCCTCCATCTCCACCAACTCCATCTACG 2 04 
PPSSRSTPSAPPPSPPTPST 

2 05 CCGGGATCTCCACCTCCTCTTCCTCAGCCGTCTCCACCCGCTCCAACTACGCCCGGATCT 2 64 

PGSPPPLPQPSPPAPTTPGS 
265 CCACCCGCACCTGTTACTCCTCCTACTCGAAACCCTCCACCTTCAGTCCCAGGACCACCG 324 

PPAPVTPPTRNPPPSVPGPP 
32 5 TCCAATCCTTCACGCGAAGGAGGATCTCCTCGACCTCCATCTTCTCCCTCGCCGCCGTCT 3 84 

SNPSREGGSPRPPSSPSPPS 

3 85 CCTTCTTCCGACGGTTTATCAACAGG AGTGGTGGTGGGAATCGCCATCGGAGGAGTCGCT 444 

PSSDGLSTGVVVGIAIGGVA 
44 5 CTGCTTGTGATAGTGACTCTGATTTGTCTCCTCTGTA AGAAGAAACGACGGAGAGACGAA 5 04 

LLVIVTLI CLLCKKKRRRDE 
505 GAAGATGCTTACTATGTTCCTCCGCCACCTCCTCCTGGTCCCAAAGCCGGAGGACCTTAC 5 64 

EDAYYVPPPPPPGPKAGGPY 
565 GGTGGACAGCAGCAACAATGGCGGCAACAAAACGCAACACCACCGTCAGATCATGTCGTG 624 

GGQQQQWRQQNATPPSDHVV 
62 5 ACGTCACTACCACCACCACCTAAGGCTCCATCTCCACCACGGCAACCTCCTCCACCTCCA 6 84 

TSLPPPPKAPSPPRQPPPPP 
685 CCACCGCCTTTCATGAGCAGCAGCGGCGGCTCCGACTACTCGGACCGTCCAGTTCTTCCT 7 44 

PPPFMSSSGGSDYSDRPVLP 
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74 5 CCACCGTCTCCAGGGCTTGTGTTAGGCTTCTCCAAAAGCACTTTCACATACGAGGAGCTA 804 
PPSPGLVLGFSKSTFTYEEL 

8 0 5 GCTAGAGCCACCAATGGTTTCTCCGAGGCGAACTTGTTAGGACAAGGCGGGTTCGGTTAC 864 
A R A T N *G_ _ F _ S_ E A _ N L G Q G G F G Y 

86 5 GTGCACAAAGGTGTGTTGCCTAGTGGGAAAGAAGTTGCTGTGAAGCAGTTGAAAGTTGGG 92 4 
Y_ . 9. . Y. . _ L _ _ P S _ H _G _ K E y A_ _y_ _ K Q L K V G 

92 5 AGTGGTCAGGGAGAGAGGGAGTTTCAGGCAGAGGTTGAGATCATCAGCAGAGTTCACCAC 984 

? . _9 111 9, _ 9. . - E . . _ R ... _ E _ „_ F . _Q . A _.._.?.. y _ e i_ _ _i_ _ s_ _ r v iv h h 

98 5 AGGCATCTGGTGTCTCTTGTTGGTTATTGCATCGCCGGTGCCAAAAGATTGCTTGTCTAT 104 4 

-L- - y_ _ _ S _ . _ L _ . _ V _ __ G _ __Y C I A V G _A__K__R L L V Y 

104 5 GAGTTTGTTCCTAACAACAATCTCGAGCTTCACCTCCATGGCGAGGGACGGCCTACAATG 1104 

E _F _.V P_N N _N L__E _L__H LHGEGR V1 PTM 

1105 GAATGGAGCACCAGATTGAAGATTGCTCTTGGATCTGCTAAAGGACTTTCTTATCTTCAT 1164 

E _ _ W. . S_ _ T_ _ R L K I _ _A L _ G S _A_ _ K G L S Y_ _ L H 

116 5 GAAGATTGCAATCCTAAAATCATTC ACCGTGATATCAAGGCTTCAAACATATTGATAGAT 1224 

g.. JP.._.g. . _ _ p _ _ K . J. , I H R D I K A S N I L I D 

122 5 TTCAAGTTTGAAGCTAAGGTTGCTGATTTTGGTCTTGCTAAGATTGCTTCTGATACAAAC 12 84 

F VH E A . _.K_ _ _V _ A _ _D _ _F _ _G _ _L_ _ A K I A S D T N 

> — i 

12 8 5 ACGCATGTATCAACACGTGTGATGGGAACCTTTGGGTACTTGGCTCCGGAATACGCTGCA 134 4 
T_.JL-._Y VII \s_T__R VM GTFGYLAPF _Y IX A A 

134 5 AGCGGAAAGCTCACGGAGAAGTCTGACGTTTTCTCATTTGGCGTTGTGCTTTTGGAGCTC 14 04 
?. _9.._._\.._ I* . J . E _ K S D V _F S_ F G V V L L E L 

14 05 ATTACTGGACGTCGACCCGTTGATGCCAACAATGTCTATGTAGATGACAGCTTAGTTGAC 14 64 

? . _ T ._ R_. R. _ P.. „V _ D A N N X V Y V D D S L V D 

146 5 TGGGCACGACC ATTGCTTAACCGAGCATCTGAGCAAGGAGACTTTGAGGGTTTAGCTGAT 1524 
W...A__R_ P _ L _L _ N _ R A S _ _E _ _Q _G D F E G L A D 

FIG. 1A(2) 



~-3>, *>.*,>. i" /> v„ /■ ?} jfs w„- - ^., rrf i s«,jj . „ , . 



152 5 GCAAAGATGAATAATGGGTATGACAGAGAGGAGATGGCTCGCATGGTTGCTTGTGCTGCG 15 84 

A. _M_ _ N N _G_ _ _Y _ _D _ R E XI E M A R M V A C A A 
158 5 GCTTGTGTTCGCCATTCAGCTCGCCGCAGACCTCGCATGAGCCAGATTGTGCGTGCGTTA 1644 

^_ . 9. _ Y. _ ?_ _ H _ _S _ A R __R_.R_.P_R_.MS Q I _ V _ R A L 
164 5 GAAGGAAATGTATCACTGTCAGATCTTAACGAAGGGATGAGACCAGGTCAAAGCAATGTA 1704 

E G N* VSLSDLNEGMRPGQSNV 
17 05 TACAGCTCATACGGAGGAAGCACCGATTATGACTCGAGCCAGTACAATGAAGACATGAAG 17 64 

YSSYGGSTDYDSSQYNEDMK 

17 6 5 AAGTTTAGGAAAATGGCACTTGGAACTCAAGAGTACAACGCCACGGGTGAGTACAGTAAT 1824 

KFRKMALGTQEY N* A T G E Y S N 
182 5 CCGACCAGTGACTATGGACTGTACCCGTCTGGTTCAAGCAGCGAGGGCCAAACCACACGC 18 84 
PTSDYGLYPSGSSSEGQTTR 

18 8 5 GAAATGGAGATGGGGAAGATTAAGAGAACCGGTCAGGGTTATAGTGGACCTTCTCTTTAA 1944 

EMEMGKI KRTGQGYSGPSIj* 
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-95 ttaactctctggtctccgtgtctcctctcttctcctgctgcttccttttaacactctctt -36 
- 3 5 catt tgcc 1 1 1 1 tga 1 1 tagra tccaaagaagcaga. cATGTCCTCGGCGCCGTCTCCGGGG 2 4 

MSSAPSPG 
2 5 ACTGGTTCGCCTCCATCTCCACCATCAAACTCCACAACCACCACTCCTCCTCCAGCTTCC 84 

TGSPPSPPSN*STTTTPPPAS 
8 5 GCTCCTCCTCCCACCACACCTTCTTCTCCTCCGCCGCCATCCACTATTCCGACATCTCCT 144 
APPPTTPSSPPPPSTIPTSP 
14 5 CCTCCTTCTTCTCGCTCTACACCTTCTGCTCCTCCTCCATCTCCACCAACTCCATCTACG 2 04 

PPSSRSTPSAPPPSPPTPST 
2 0 5 CCGGGATCTCCACCTCCTCTTCCTCAGCCGTCTCCACCCGCTCCAACTACGCCCGGATCT 2 64 
PGSPPPLPQPSPPAPTTPGS 

2 65 CCACCCGCACCTGTTACTCCTCCTACTCGAAACCCTCCACCTTCAGTCCCAGGACCACCG 3 2 4 

PPAPVTPPTRNPPPSVPGPP 

3 2 5 TCCAATCCTTCACGCGAAGGAGGATCTCCTCGACCTCCATCTTCTCCCTCGCCGCCGTCT 3 84 

SNPSREGGSPRPPSSPSPPS. 
385 CCTTCTTCCGACGGTTTATCAACAGGA GTGGTGGTGGGAATCGCCATCGGAGGAGTCGCT 444 

PSSDGLSTGVVVGIAIGGVA 
44 5 CTGCTTGTGATAGTGACTCTGATTTGTCTCCTCTGTA AGAAGAAACGACGGAGAGACGAA 5 04 

LLVIVTLICLLCKKKRRRDE 
505 GAAGATGCTTACTATGTTCCTCCGCCACCTCCTCCTGGTCCCAAAGCCGGAGGACCTTAC 564 

EDAYYVPPPPPPGPKAGGPY 
565 GGTGGACAGCAGCAACAATGGCGGCAACAAAACGCAACACCACCGTCAGATCATGTCGTG 624 

GGQQQQWRQQNATPPSDHVV 
625 ACGTCACTACCACCACCACCTAAGGCTCCATCTCCACCACGGCAACCTCCTCCACCTCCA 6 84 

TSLPPPPKAPSPPRQPPPPP 

FIG. 1C(1) 
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685 CCACCGCCTTTCATGAGCAGCAGCGGCGGCTCCGACTACTCGGACCGTCCAGTTCTTCCT 74 4 

PPPFMSSSGGSDYSDRPVLP 
74 5 CCACCGTCTCCAGGGCTTGTGTTAGGCTTCTCCAAAAGCACTTTCACATACGAGGAGCTA 8 04 

PPSPGLVLGFSKSTFTYEEL 
8 05 GCTAGAGCCACCAATGGTTTCTCCGAGGCGAACTTGTTAGGACAAGGCGGGTTCGGTTAC 8 64 

A R A T N ' gFSEANLLGQGG FGY 
8 6 5 GTGCACAAAGGTGTGTTGCCTAGTGGGAAAGAAGTTGCTGTGAAGCAGTTGAAAGTTGGG 924 

V H K G V L P S U GKEVAVKQLrKVG 
92 5 AGTGGTCAGGGAGAGAGGGAGTTTC AGGCAGAGGTTGAGATCATCAGCAGAGTTC ACCAC 9 84 

S G IH Q GEREFQAEVE I ISRV 1V H H 

98 5 AGGCATCTGGTGTCTCTTGTTGGTTATTGCATCGCCGGTGCCAAAAGATTGCTTGTCTAT 104 4 
RHLVSLVGYCIA V G A K R L L V Y 
104 5 GAGTTTGTTCCTAACAACAATCTCGAGCTTCACCTCCATGGCGAGGGACGG^CCTACAATG 1104 

EFVPNNNLELHLHGEGR VI P T M 
1105 GAATGGAGCACCAGATTGAAGATTGCTCTTGGATCTGCTAAAGGACTTTCTTATCTTCAT 1164 

EWSTRLKIAL.GSAKGLSYLH 
116 5 GAAGATTGCAATCCTAAAATCATTCACCGTGATATCAAGGCTTCAAACATATTGATAGAT 1224 

EDCNPKI IHRDIKASNI LID 
122 5 TTCAAGTTTGAAGCTAAGGTTGCTGATTTTGGTCTTGCTAAGATTGCTTCTGATACAAAC 12 84 

F K F V1I EAKVAD FGLAK I AS DTN 
12 85 ACGCATGTATCAACACGTGTGATGGGAACCTTTGGGTACTTGGCTCCGGAATACGCTGCA 1344 

T H V V1II S TRVMGTFGYLAPEY IX A A 
134 5 AGCGGAAAGCTCACGGAGAAGTCTGACGTTTTCTC ATTTGGCGTTGTGCTTTTGGAGCTC 14 04 
SGKLTEKSDV FSFGVVLLEL 
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14 05 ATTACTGGACGTCGACCCGTTGATGCCAACAATGTCTATGTAGATGACAGCTTAGTTGAC 14 64 
ITGRRPVDANN X VYVDDSL,VD 

14 65 TGGGCACGACCATTGCTTAACCGAGCATCTGAGCAAGGAGACTTTGAGGGTTTAGCTGAT 152 4 

WARPLLNRASEQGDFEGLAD 
152 5 GCAAAGATGAATAATGGGTATGACAGAGAGGAGATGGCTCGCATGGTTGCTTGTGCTGCG 15 84 
AKMNNGYDRE X1 EMARMVACAA 

15 8 5 GCTTGTGTTCGCCATTCAGCTCGCCGCAGACCTCGCATGAGCCAGATTGTGCGTGCGTTA 1644 

ACVRMSARRRPRMSQIVRAL 
1645 GAAGGAAATGTATCACTGTCAGATCTTAACGAAGGGATGAGACCAGGTCAAAGCAATGTA 17 04 
E G N* VSLSDLNEGMRPGQSNV 

17 05 TACAGCTCATACGGAGGAAGCACCGATTATGACTCGAGCCAGTACAATGAAGACATGAAG 1764 

YSSYGGSTDYDSSQYNEDMK 
1765 AAGTTTAGGAAAATGGCACTTGGAACTCAAGAGTACAACGCCACGGGTGAGTACAGTAAT 1824 

KFRKMALGTQEY N* A T G E Y S N 
1825 CCGACCAGTGACTATGGACTGTACCCGTCTGGTTCAAGCAGCGAGGGCCAAACCACACGC 18 84 

PTSDYGLYPSGSSSEGQTTR 

18 85 GAAATGGAGATGGGGAAGATTAAGAGAACCGGTCAGGGTTATAGTGGACCTTCTCTTTAA 1944 

EMEMGKI KRTGQGYSGPSL* 
194 5 accagratgrgrgragagraaattgraagrggrtgrttttttcattatttttttaaaactgrtaaagrata 2 004 
2 0 05 tgragraaaattgrccttactctaattaaaaccactacgrata taagrgrt ta taa tacgrttt tgra 2 064 
2065 aittggttt:t:t:cLcLcLa.ELcLaLeLa.acLcLcLcLaa.aaa. 2093 
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